ABSTRACT Spore-forming microorganisms are of concern for forward contamination because they can survive harsh interplanetary travel. Here, we report the draft genome sequences of 12 spore-forming strains isolated from the Manned Spacecraft Operations Building (MSOB) and the Vehicle Assembly Building (VAB) in Cape Canaveral, FL, where the Viking spacecraft were assembled.
T
he Viking 1 and 2 spacecraft were launched in August and September 1975, respectively, to explore the planet Mars and specifically look for signs of extant extraterrestrial life (1) . As part of a routine environmental microbial monitoring of the Vehicle Assembly Building (VAB) and the Manned Spacecraft Operations Building (MSOB) facilities in Cape Canaveral, FL, 32 Teflon ribbons were left out for 7 days and used to collect airborne microorganisms (2). The Teflon ribbons were then exposed to a total of 6 different heat treatments at three different time cycles (2) .
Strains were sequenced on the Illumina HiSeq 2500 platform using a paired-end module. The CLC Genomics Workbench (version 10.1.1) was used to filter for adapterfree high-quality reads, which were subsequently de novo assembled. The draft genome statistics for all 12 strains are provided in Table 1 . Draft genomes were annotated using both the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) and the Rapid Annotations using Subsystems Technology (RAST) server. Strain V3-13 had putative genes coding for clustered regularly interspaced short palindromic repeat (CRISPR)-associated proteins Csn1 and Cas2. Strain V1-29 had genes coding for cobalamin synthase and lipoteichoic acid primase (LtaP), which are essential in the lipoteichoic acid synthesis pathway (3). Strain T33-2 had genes coding for prolyl peptidase, RNase E inhibitor RraA, which has been shown to affect the abundance of over 700 transcripts in Escherichia coli (4), and macrolide-specific efflux pump MacA. Strain V33-4 had genes coding for programmed cell death toxin MazF, which is part of the toxin-antitoxin system that allows for growth regulation under stressful conditions (5) . Strain M6-12 had a putative RecX gene that functions in the SOS response and is typically coexpressed with RecA (6, 7). Strain V32-6 had genes coding for the HtrA protease/chaperone protein that plays a critical role in protein quality control (8) , as well as a hydrogen peroxide-induced gene activator.
Strain V44_23b had a uniquely present gene coding for a phage tail protein and shared 41 genes with strain V48-19 only, such as the competence protein CoiA, which has roles in maintaining transformation efficiency (9) , and the multidrug efflux transporter MdtP. Strain V48-19 had genes coding for GgaA and GgaB that have roles in pathogenesis and antibiotic resistance (3, 10, 11) and have been shown to protect cells from thermally induced damage (12).
Strain ATCC 29669 had a uniquely present gene coding for glycogen branching enzyme GH-57 archaeal type, which was previously isolated in a hyperthermophilic archaeon, Thermococcus kodakaraensis KOD1 T (13) . It also has genes coding for the cobalamin biosynthesis protein BluB, which was previously only thought to be present in Bacillus megaterium (14) , and the biotin synthesis protein BioC. Strain V21-33 had genes coding for phytoene desaturase that is involved in carotenoid biosynthesis (15) , as well as spore germination proteins GerQB, GerHA/GerIA, and GerQC. Strain V5-8f had genes coding for a pseudouridine synthase (YciL), triacylglycerol lipases, and legionaminic acid cytidlyltransferase, which have roles in the biosynthesis of sialic acid (16) . Strain V16-21-2 had unique genes coding for a chitodextrinase precursor that was previously identified in Vibrio furnissii (17) and an acetoin diacetyl reductase (18, 19) .
Accession number(s).
The genome sequences of all 12 isolates have been deposited at DDBJ/EMBL/GenBank under the accession numbers listed in Table 1 . 
